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Australia
Here we compared the proteome of S. oneidensis to detect functional differences while 
Materials and Methods
20
Three sterile BESs were assembled under anaerobic conditions and filled with a defined 21 minimal medium for all experiments using 18mM of lactate as the electron donor, carbon continued until near maximum currents were produced ( Figure 1A ). Anodic electrodes were 6 then removed from replicate BES reactors under anaerobic conditions and stored at -80°C.
7
Used medium was filtered and analysed for lactate and acetate concentration using HPLC Protein extractions were performed to maximise protein yield from the whole electrodes 10 containing biofilms. Precise details are described in the Supplementary Information. In brief, 11 electrodes were submerged in extraction buffer and subjected to three freeze/thaw cycles and Table 1 ).
16
Proteins of the TCA cycle with negative log 2 FC were relatively in higher abundance at -0.19 Conversely, at low potential it is possible that the TCA cycle is functioning at a decreased 8 level. Although under more reduced conditions, NADH levels will be high and this is known . That was not the case in this study at the higher potential, as 15 acetate production was less than 5% of the consumed lactate (Table S1 ), this result 16 supporting the scheme of lactate utilisation proceeding through the TCA cycle. Conversely,
17
acetate production at the low potential was significant (Table S1) , and this activity has been 18 observed previously in anaerobic conditions [1] . Consequently, at the low potential the 19 acetate production was important for substrate level ATP production.
21
The reactions of the TCA pathway that are utilised would have great impact on the number of 22 electrons consumed/produced [18] , and the choice of those used is likely a dynamic process A c c e p t e d M a n u s c r i p t determined by environmental conditions [1] . When looking at protein abundances for each and in general from samples where the quantity of protein is limited.
12
The mass spectrometry proteomics data have been deposited to the ProteomeXchange 13 Consortium (http://proteomecentral.proteomexchange.org) via the PRIDE partner repository
14
[31] with the dataset identifier PXD001472. Table S2 . Inset box shows the abundance differences 11 between the multiple enzymes that carry out the conversion of lactate to pyruvate. All Log2
12
Fold Change values are significant (p<0.05) unless indicated with an asterisk (*).
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A c c e p t e d M a n u s c r i p t
